Supplementary Figure 2.
Hsf1 is required for target gene expression in response to heat shock. C. albicans wild-type (WT) and tetO-HSF1/hsf1 cells were grown with 20 µg/ml doxycycline to exponential phase at 30˚C or subjected to a 15 minute 30˚C-42˚C heat shock (HS), and transcript levels of target genes were measured and normalised to the ACT1 loading control. Unnormalised levels of ACT1 are also displayed to illustrate that not all transcripts change in response to HSF1 depletion. Data represent mean values +/-SD from two independent biological replicates. Student t-test, *p<0.05 compared to wild-type (WT). 
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Supplementary Figure 7.
HSP90 depletion delays the Hsf1-mediated heat shock response by increasing nucleosomes at nucleosome free regions of Hsf1-and Hsp90-dependent promoters. (a) Scatter plots illustrating the effect of HSP90 depletion on transcription of Hsf1 target genes before (untreated) and after heat shock. PolII levels on Hsf1-target genes in the absence of HSP90 were compared to those in the wild type, and the differences are expressed as log 2 fold-change. (b) Boxplot illustrating expression changes of Hsf1 target genes during heat shock upon depletion of HSP90 as compared to the wild type (WT) over the indicated time. (c) Histogram depicting the number of Hsf1 target promoters with increased or decreased histone H3 levels upon HSP90 depletion, compared to the wild type, at their respective nucleosome free regions in both untreated (-) and heat shock (+) conditions. (d) Boxplot depicting the changes in histone H3 levels at the nucleosome free region of Hsf1 target promoters upon HSP90 depletion, compared to the wild type as in (c) (labelled as hsp90) and between two biological replicates (labelled as Control). The comparisons between biological replicates are to eliminate the possibility that the histone H3 increases are due to a technical artefact instead of a real effect caused by HSP90 depletion. Two-sample Kolmogorov-Smirnov test was performed between untreated (-) and heat shocked (+) biological replicates. (e) Scatter plot illustrating the correlation between HSP90 depletion during heat shock for Hsf1 target genes as compared to wild-type (as shown in Figure 5d ) and histone H3 levels at nucleosome free regions of the corresponding genes upon HSP90 depletion under untreated (blue dots) and heat shock (red dots) conditions. (f) Line graphs depicting nucleosome levels between 1kb upstream and downstream of ATG of Hsf1-regulated, Hsp90-dependent, Hsp90-repressed and tRNA genes in wild-type (WT) cells (blue) and HSP90 depleted (tetO-HSP90/hsp90Δ) cells (red). Microtubule cytoskeleton organization 0.09115 Genes upregulated more than 2-fold in wild-type and tetO-HSP90/hsp90 cells were categorised for process enrichment over the 10, 30 and 60 minute 30˚C-42˚C HS.
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